Prediction outcome can be deleterious or neutral (cutoff = -2.5) -(http://provean.jcvi.org/protein_batch_submit.php?species=human) D SIFT: Prediction outcome can be tolerated or damaging (cutoff = 0.05) -(http://provean.jcvi.org/protein_batch_submit.php?species=human) E Mutation Assessor: Functional impact of a variant is described as predicted functional (high, medium) or predicted non-functional (low, neutral) -(http://mutationassessor.org/r3/) F Combined Annotation Dependent Depletion (CADD): PHRED-like scaled C-scores rank a variant relative to all possible substitutions of the human genome. A scaled C-score ≥10 indicates that these variants are predicted to be amongst the 10% most deleterious substitutions in the human genome, ≥20 = 1% and ≥30 = 0.1% -(http://cadd.gs.washington.edu/)
